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previously unpublished genomes from inbred lines representing six population samples in 38 Egypt, Ethiopia, France, and South Africa, along with another 193 genomes added from 39 recently-published data sets. We also provide an aligned D. simulans genome to facilitate 40 divergence comparisons. This improved resource will broaden the range of population 41 genomic questions that can addressed from multi-population allele frequencies and 42 haplotypes in this model species. The larger set of genomes will also enhance the discovery 43 of functionally relevant natural variation that exists within and between populations. 44 45 46 47
The genetics model Drosophila melanogaster has played a pivotal role in population 48 genetic research. A growing number of studies have generated population genomic data 49 from this species, but alignment and filtering criteria typically vary among studies, which 50 obscures direct comparisons between these data sets. The Drosophila Genome Nexus 51 (DGN; Lack et al. 2015 ; http://www.johnpool.net/genomes.html) provides the research 52 community with genomes from multiple published sources that are generated using a 53 common reference alignment pipeline. This pipeline improved upon typical reference 54 alignment protocols by including a second round of mapping to a modified reference 55 genome that incorporates the variants detected in the first round, yielding improved 56 genomic coverage and accuracy (Lack et al. 2015) . The population samples represented in DGN1.1 are depicted in Figure 1 and 99 described in Table S1 . Characteristics of all 1,122 individual strain genomes are given in 100 Table S2 . Instead of just three geographic population samples with more than ten 101 sequenced genomes (as in DGN 1.0), there are now a dozen such samples (Figure 1) , with 102 five of these having more than 60 genomes. 103 Importantly, the current DGN release does not modify the genomes represented in 104 the prior data object. Instead, we have aligned and filtered the newly-added genomes using 105 exactly the same pipeline described for DGN 1.0, again using the Flybase release 5.57 D. 106 melanogaster reference genome. (Lack et al. 2015) . Beginning with raw sequence read 107 data, mapping is performed using BWA v0.5.9 (Li and We also provide files to enable user-initiated masking for two additional criteria. 124
First, we allow regions of "identity by descent" due to relatedness between genomes in the 125 same population sample to be masked. Second, we allow users to mask from sub-Saharan 126 genomes regions of recent admixture from non-African populations (Pool et al. 2012 ). Full 127 details on the alignment and filtering processes are given by Lack et al. (2015) . Detailed 128 filtering outcomes for heterozygosity, relatedness IBD, and admixture are provided in 129 Table S3 , Table S4, and Table S5, Table S6 . 140
Genomes from the Bergman and Haddrill (2012) data set, which were sequenced from 141 isofemale lines, were estimated to be 99% heterozygous. DGN provides VCFs but not 142 heterozygosity-filtered consensus sequences for these genomes. 143 
